Figure S1 Depiction of recombination rate variation along each chromosome. Each point is an estimate from an entire scaffold. Scaffolds were aligned according to their order in the linkage map. Note that the apparently adjacent scaffolds are not physically adjacent as we do not account for distance between scaffolds. The distance between points corresponds to the length of the scaffolds. Only scaffolds >100 kb are depicted, and extreme observations were removed for better visualization.
Figure S2
The number of genes plotted against the genetic distance for windows of ~500 kb. Only scaffolds >500 kb were included in the figure. The solid line is a least squares regression line indicating little evidence of a relationship. Table S1 Full genetic map and the genotype calls for 480 RILs. The markers are listed in row 1, the chromosome for each marker in row 2, and the map position within chromosome in row 3. RIL identity is given in column A. Genotypes at each marker are given in subsequent columns. Here, A = homozygous for IM767, B = homozygous for PR, H = heterozygote, and -indicates no call.
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